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Editorial Foreword 
 
With the advancements in sequencing technologies and continuous developments in the area 
of computational and functional genomics and proteomics, there is a need to process this 
enormous amount of data to generate biologically meaningful information. The ultimate goal 
of bioinformatics is to enable the discovery of new biological insights as well as to create a 
global perspective from which unifying principles in biology can be discerned. The central 
challenge is the rationalization of the mass of biological sequence information. The 
imperative that derives this analytical process is the need to convert sequence information 
into biochemical and biophysical knowledge, to decipher structural, functional and 
evolutionary clues latent in the language of biological sequences. 
 
 IJCB has entered into its fourth successful year of publication and in the fourth 
volume of IJCB second issue is being released which contains total 7 articles. All the articles 
are of very good quality. Each submission was evaluated anonymously by two/three 
reviewers. Out of all the articles submitted, the editorial committee selected 7 papers for 
publication in this issue of IJCB. We would like to sincerely thank the members of the 
editorial and reviewing committee for the quality time and constructive review.  
 
 The very first paper by Mujawar et al is about the insilico drug design and lead 
compound validation against YycG histidine kinase. Results indicates various novel 
inhibitors of YycG histidine kinase show interaction with active site residues and are 
considered as promising lead-compounds for developing new compounds against 
staphylococci infections. 
 
 Interestingly the third paper explores about Insilico Proteome Screening to Identify 
Prospective Drug Targets in Bacillus anthracis. Besides that all other papers are also very 
informative and present some state-of-the-art research in the area of bioinformatics. The idea 
taken up in all these research papers are from diverse area and provide systematic 
organization of information to the readers. 
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 It is anticipated that all the research articles published in this issue provide insightful 
view on their respective work and further we believe that the compiled papers will provide 
important impending into the progress of current computational biology especially the 
biological data analysis. 
 
Wishing you all an excellent readership, 
 
Pritish Kumar Varadwaj         Tiratha Raj Singh 
Managing Editor, IJCB         Managing Editor, IJCB 
 
 
